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Phylogenetic analysis with a statistical method

WANG Hao

(Center for Nonlinear Complex Systems, Department of Physics, Yunnan University, Kunming 650091, China)

Abstract: A new statistical method to analyze symbolic sequences is proposed. The DNA sequences of

prokaryotes are analyzed. The phylogenetic analysis shows that Bacteria and Archaea are separated into two

groups, w hich supports Carl Woese’ s “there kingdoms” theory.
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